The dataset in this report is related to the research article with the title: "Salivary gland transcripts of the kissing bug, Panstrongylus chinai, a vector of Chagas disease" (Kato et al., 2017) [1]. Lipocalin family proteins were identified as the dominant component in P. chinai saliva, and phylogenetic analysis of the salivary lipocalins resulted in the formation of five major clades. For further characterization, each clade of P. chinai lipocalin was s alignment and phylogenetic analyses together with homologous triatomine lipocalins; pallidipin 2, an inhibitor of collagen-induced platelet aggregation identified from saliva of Triatoma pallidipennis (clade I), pallidipin-like salivary lipocalin from Triatoma dimidiata (clade II), salivary lipocalin from T. dimidiata (clade III), triatin-like salivary lipocalin identified in the saliva of T. dimidiata (clade IV), and lipocalin-like TiLipo37 from Triatoma infestans (clade V).
a b s t r a c t
The dataset in this report is related to the research article with the title: "Salivary gland transcripts of the kissing bug, Panstrongylus chinai, a vector of Chagas disease" (Kato et al., 2017) [1] . Lipocalin family proteins were identified as the dominant component in P. chinai saliva, and phylogenetic analysis of the salivary lipocalins resulted in the formation of five major clades. For further characterization, each clade of P. chinai lipocalin was s alignment and phylogenetic analyses together with homologous triatomine lipocalins; pallidipin 2, an inhibitor of collagen-induced platelet aggregation identified from saliva of Triatoma pallidipennis (clade I), pallidipin-like salivary lipocalin from Triatoma dimidiata (clade II), salivary lipocalin from T. dimidiata (clade III), triatin-like salivary lipocalin identified in the saliva of T. dimidiata (clade IV), and lipocalin-like TiLipo37 from Triatoma infestans (clade V Accession numbers of the sequence data are available in the reference [1] .
Value of the data
The data is the second report of the salivary lipocalins in a Panstrongylus species. The result will provide further information into the salivary biochemical and pharmacological complexity of triatomine bugs and the evolution of salivary components in blood sucking arthropods.
cDNAs and recombinant proteins prepared from these transcripts will result in the discovery of novel pharmacologically active compounds, as well as the development of biomarkers following exposure to Panstrongylus chinai.
Data
The dominant transcripts of Panstrongylus chinai salivary glands were analyzed by sequence analysis of the cDNA library, and 73.7% of transcripts encoding the putative secreted proteins coded for the lipocalin family of proteins [1] . Table 1 shows the grouping of transcripts coding for lipocalin family proteins in P. chinai salivary glands obtained by the phylogenetic analysis [1] . Figs. 1-5 represent alignment and phylogenetic analyses of each clade of P. chinai salivary lipocalins together with homologous proteins; pallidipin 2, a platelet aggregation inhibitor identified from Triatoma pallidipennis saliva (clade I), pallidipin-like salivary lipocalin from Triatoma dimidiata saliva with unknown function (clade II), salivary lipocalin from T. dimidiata saliva with unknown function (clade III), triatin-like salivary lipocalin identified in the saliva of T. dimidiata with unknown function (clade IV), and lipocalin-like TiLipo37 from Triatoma infestans saliva with unknown function (clade V), showing their structural similarity and diversity.
Experimental design, materials and methods
The sequences of P. chinai salivary lipocalins were obtained in the study "Salivary gland transcripts of the kissing bug, Panstrongylus chinai, a vector of Chagas disease" [1] . The sequences coding for lipocalin family of proteins by BLASTx analyses were aligned with CLUSTAL W software [2] and examined using Molecular Evolutionary Genetics Analysis (MEGA) version 5.2 [3] . Phylogenetic trees by the neighbor-joining method were constructed with the distance algorithms available in the MEGA package. Bootstrap values were determined on 1000 replicates of the data sets. Accession numbers of the sequence data are available in "Salivary gland transcripts of the kissing bug, Panstrongylus chinai, a vector of Chagas disease" [1] . 
